ABSTRACT Nontyphoidal Salmonella enterica strains are major foodborne pathogens with global public health importance. Foodborne salmonellosis can be lifethreatening, especially in sub-Saharan Africa. We report the complete genome sequences of 20 nontyphoidal Salmonella enterica strains isolated in Rwanda. The reported 20 bacterial chromosomes and 8 plasmids each belong to 1 of 9 nontyphoidal Salmonella serotypes.
N
ontyphoidal Salmonella (NTS) serotypes remain a major global public health problem. While foodborne Salmonella infections occur worldwide, the most severe and life-threatening infections most frequently occur in low-income countries, such as those in sub-Saharan Africa (1, 2) . Only a very few full genome sequences of NTS strains from sub-Saharan Africa are publicly available, which limits the opportunities for in-depth molecular epidemiological studies and outbreak investigations. Here, we report, for the first time, the complete genome sequences of 20 bacterial chromosomes and 8 plasmids belonging to 1 of 9 NTS serotypes isolated from humans, animals, and meat samples from Rwanda. Fecal samples from food production animals (cattle, goats, sheep, and pigs), meat samples (beef, goat, pork, and mutton) from meat retail shops in the Rulindo District of Rwanda, and fecal samples from human patients at Rutongo Hospital and the Remera-Mbogo Health Center (Rulindo, Rwanda) were examined for Salmonella spp. The protocols for data collection were approved by the institutional review board (STUDY00007685) and Institutional Animal Care and Use Committee (number 47815) of the Pennsylvania State University and the institutional review board (number 386/CMHS IRB/2017) of the University of Rwanda. Salmonella isolation was conducted according to the ISO-6579 standard protocol for isolation and identification of Salmonella spp. (3) . DNA extraction was performed with the Qiagen Genomic-tip 100/G following the manufacturer's instructions.
Three different platforms were used for sequencing, the Illumina MiniSeq platform (6 isolates), the Ion Torrent personal genome machine (PGM) system (14 isolates), and the Oxford Nanopore MinION platform (20 isolates). The Nextera DNA Flex library prep kit (Illumina), NEBNext Fast DNA fragmentation and library prep set (New England Biolabs), and Nanopore ligation sequencing kit (SQK-LSK109), with the EXP-NBD103 barcoding kit (Oxford Nanopore Technologies), were used for library preparation for the Illumina, Ion Torrent, and MinION platforms, respectively. The Illumina MiniSeq platform produced an average of about 4 million 150-bp paired-end reads per sample (8 million for both pairs). The Ion Torrent PGM produced an average of about 40,000 single-end reads with an average read length of 310 bp. The MinION platform produced an (6) , with the mode set to "normal" and the options for miniasmϩracon bridging and Pilon polishing turned on. The assembled genomes were annotated with the NCBI Prokaryotic Genome Annotation Pipeline (PGAP) (7) . Serotyping of animal and meat Salmonella isolates was done at the National Veterinary Services Laboratories (NVSL, Ames, IA) and serotyping of the human isolates at the Pennsylvania State Public Health Laboratory (Exton, PA). The White-Kaufmann-Le Minor scheme and the genome-based serotyping with SeqSero version 1.0 (with raw reads as input) (8) were in agreement for serotype determination for all 20 isolates. The 20 isolates and their serotype and source are summarized in Table 1 .
Data availability. The complete sequences of the 20 bacterial chromosomes and 8 plasmids have been deposited in GenBank under the accession numbers shown in Table 1 . The raw reads have been submitted to the SRA database under the BioProject accession number PRJNA510422.
